Currently, with the growth of experimental structural data on protein-protein interactions and larger protein complexes, the trend in computational biology and structural bioinformatics is towards applying such resources to model and analyze structures, functions, and evolutions of PPIs. Nevertheless, due to the rapid growth of the number of experimental structures, it becomes necessary to introduce bioinformatics methodologies, which rely on the advanced machine learning and information retrieval techniques, capable of handling complex and massive structural data.
